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Entry name 

Primary accession number 
'Secondary accession numbers 
Entered in Swiss-Prot in 
Sequence was last modified in 



UR2_MOUSE 
Q9QZQ3 

;None 

Release 40, October 2001 
Release 40, October 2001 



[Annotations were last modified in Release 41, February 2003 



! Protein name 
'Synonyms 

i 
i 

Gene name 
From 

Taxonomy 



jUrotensin II [Precursor] 

u-ii ~" 

UII 

UTS2 

■ Mus musculus (Mouse) [TaxID: 10090 ] 

■ Eukaryota ; Metazoa; Chordata ; Crania ta ; Vertebra ta ; Euteleostomi ; Mammalia ; 
Eutheria ; Rodentia ; Sciurognathi ; Muridae; Murinae ; Mus . 



;[1] SEQUENCE FROM NUCLEIC ACID. 

iT!SSUE= Spinal cord ; 
; *MEDLINE=994 16011; PubMed-1 0486557; [ NCBl , ExPASv, EB1, Israel Japan ] 

- Coulouarn Y. , Jegou S. , Tostivint H. , Vaudry H. , Lihrmann I. ; 

"Cloning, sequence analysis and tissue distribution of the mouse and rat urotensin II precursors."; 
FEBS Lett. 457:28-32(1999). 



o FUNCTION: HIGHLY POTENT VASOCONSTRJCTOR (BY SIMILARITY), 
o SUBCELLULAR LOCATION: Secreted. 

<» TISSUE SPECIFICITY: BRAIN-SPECIFIC. PREDOMINANTLY EXPRESSED IN MOTONEURONS OF THE 

BRAINSTEM AND SPINAL CORD. 
• SIMILARITY: BELONGS TO THE UROTENSIN 2 FAMILY. 



This SWISS-PROT entry is copyright. It is produced through a collaboration between the Swiss Institute ofBioinformatics and the EMBL outstation - the 
European Bioinformatics Institute. There are no restrictions on its use by non-profit institutions as long as its content is in no way modified and this statement 
is not removed. Usage by and for commercial entities requires a license agreement (See h t t p : //www . i $ b - s i b . c h/a n n ou nee/ or send an email to 
liccnscffiish-sib.ch ). 
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Entrv name 


UR2 RAT 
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Primary accession number 


Q9QZQ4 






Secondary accession numbers 


None 






! 
i 
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Entered in Swiss-Prot in 


Release 40, October 2001 








Sequence was last modified in 


Release 40, October 2001 
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Annotations were last modified in 
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Protein name 


Urotensin II |Precursor| 








Synonyms 


U-II 

UII _ _ 








Gene name 


UTS2 








From 


Rartus norvegicus TRaO [TaxID: 101 16] 









Taxonomy 



Eukaryota ; Metazoa : Chordata ; Craniata ; Vertebrata ; Euteleostomi ; Mammalia ; 
Eutheria ; Rodentia ; Sciurognathi ; Muridae ; Murinae ; Rattus. 



[1] SEQUENCE FROM NUCLEIC ACID. 
TI.SSUE= Spinal cord ; 

MEDLINE=9941601 1; PubMed=10486557; [NCBI, ExPASv , EB1, Israel Japan ] 
Coulouarn Y. , Jegou S. , Tostivint H„ Vaudry H. , Lihrmann I, ; 

"Cloning, sequence analysis and tissue distribution of the mouse and rat urotensin II precursors."; 
FEBS Lett. 457:28-32(1999). 



©JuiMEfflGe 



• FUNCTION. HIGHLY POTENT VASOCONSTRICTOR (BY SIMILARITY), 

• SUBCELLULAR LOCATION Secreted. 

• TISSUE SPECIFICITY: Brain-specific. 

o SIMILARITY: BELONGS TO THE UROTENSIN 2 FAMILY. 



This SWISS-PROT entry is copyright. It is produced through a collaboration between the Swiss Institute of Bioinformatics and the EMBL outstation - the 
European Bioinformatics Institute. There are no restrictions on its use by non-pro fit institutions as long as its content is in no way modified and this statement 
is not removed. Usage by and for commercial entities requires a license agreement (See hup://w\vw.isb-sib.ch/announcc/ or send an email to 
license(fl)isb-sib.ch ). 
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entry name 

Primary accession number 
Secondary accession number 
Entered in Swiss-Prot in 
Sequence was last modified in 
Annotations were last modified in 



UR2HUMAN 

095399 

Q9UKP7 

Release 40, October 2001 
Release 40, October 2001 
Release 4 1 , February 2003 



Protein name 
Synonyms 

Gene name 
From 

Taxonomy 



Urotensin II |Precursor| 

U-II 
UIl 

UTS2 



Homo sapiens ( Human) [TaxID: 9606 ] 

Eukaryota ; Metazoa; Chordata ; Craniata ; Vertebra ta ; Euteleostomi : Mammalia : 
Eutheria; Primates; Catarrhini: Hominidae: Homo. 



[1] SEQUENCE FROM NUCLEIC ACID. 
; TlSSUE= Spina.l cord : 

MEDLINE=99080095; PubMed=986105 1 : [ NCBI , ExPASv , EBl Israel Japan ] 

Coulouarn Y. . Lihrmann I. , Jeuou S. , Anouar Y. , Tostivint H. . Beauvillain J.C. , Conlon J.M. . Bern H.A. , VaudrvH. ; 
"Cloning of the cDNA encoding the urotensin II precursor in frog and human reveals intense expression of the urotensin 
II gene in motoneurons of the spinal cord."; 
Proc. Natl. Acad. Sci. U.S.A. 95:15803-15808(1998) . 
[2] SEQUENCE FROM NUCLEIC ACID. 

MEDLINE-99427933; PubMed=l 0499587; [NCB1, ExPASv , EBI, Israel Japan ] 

Ames R.S. , Sarau H.M. , Chambers J.K. . Willette R.N. , AiyarN.Y. . Romanic A.M. . Louden C.S. , Foley J.J. . Sauermelch 
C.F. . Coatnev R.W. , Ao Z„ Pisa J. , Holmes S.D. . Stadel J.M. . Martin J.D. , Liu W.-S. , Glover G.I. . Wilson S. . McNultv 
DJL Ellis C.E. , ElshourbagvN.A. . Shabon U. . Trill J.J. . Hay D.W.P. . Ohlstein E.H. . Bergsma D.J. . Douglas S.A. ; 
"Human urotensin-II is a potent vasoconstrictor and agonist for the orphan receptor GPR14."; 
Nature 401:282-286(1999). 

[3] SEQUENCE FROM NUCLEIC ACID. 
Pearce A. : 

Submitted (DEC- 1 999) to the EMBL/GenBank/DDBJ databases. 
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FUNCTION. HIGHLY POTENT VASOCONSTRICTOR. 
SUBCELLULAR LOCATION: Secreted. 
TISSUE SPECIFICITY: Brain-specific. 

SIMILARITY: BELONGS TO THE UROTENSIN 2 FAMILY. 



This SWISS-PROT entry is copyright. It is produced through a collaboration between the Swiss Institute of Bioinformatics and the EMBLoutstation - the 
European Bioinformatics Institute. There are no restrictions on its use by non-profit institutions as long as its content is in no way modified and this statement 
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to 



EMBL 

Genew 

CleanEx 

MIM 

GeneCards 
GeneLynx 
SOURCE 
Ensembl 

InterPro 

Pfam 

SPROSITE 

'ProDom 

BLOCKS 

ProtoNet 

ProtoMap 

PRESAGE 

DIP 

ModBase 
SWISS-2DPAGE 



AF104118; AAD 1 3070. 1 ; -. [ EMBL / GenBank / D.DBJ ] [ CoDingSequence l 
AF 140630; AAD55577. 1 ; -. [EMBL / GenBank / PDBJ 1 r CoDingSequence l 
Z98884; CAB63 148.1; [ EMBL / GenBank / DDBJ ] [ CoDingSequence l 

HGNC: 1 2636; UTS2. ~ 
HGNC: 12636 ; UTS2. 

604097 f NCBl / EBI 1. "_ ' Z_ 
' UTS2 .' 

UTS 2 ; Homo sapiens. _ 
UTS2; Homo sapiens. 

095399; Homo sapiens. [ Entry / Contig view ] 

1 PROP 1 483 ; UrotensinJI. 

G ra ph i c a 1 v i e w of d o main s true t u re . 

PF02083; UrotensinJI ; 1. " 

I PS00984 ; UROTENSINJI; 1 . ' " " [ 

[Domain structure / List ofseq. sharing at least 1 domain ]. 

095399 . 

095399 . 

095399 . 

095399 . 

095399 . 

095399 . 

Get region on 2D PAGE . 



Hormone ; Cleavage on pair of basic residues ; Signal . 



Key 


From 


To 


Length 


Description 


SIGNAL 


1 


20 


20 


POTENTIAL . 


. PROPEP 


21 


110 


90 




' PEPTIDE 


114 


124 


11 


UROTENSIN II. 


DISULFID 


118 


123 




BY SIMILARITY. 


CONFLICT 


1 


19 




MYKLASCCLLFIGFLNPLL -> 
METNVFHLMLCVTSARTH KSTSLCFGHFNSYP 
(IN REF. 2) . 


'CONFLICT 


24 


27 




LDSR -> IHDLLL (IN REF . 2) . 




Feature 
aligner 



Feature table 
viewer 



Length: 124 AA [This is the length Molecular weight: 14295 Da [This is CRC64: C7A5FC7EFE00D312 [This is a 
of the unprocessed precursor] the MW of the unprocessed precursor] checksum on the sequence] 

10 20 30 40 50 60 



MYKLASCCLL FIGFLNPLLS LPLLDSREIS FQLSAPHEDA RLTPEELERA SLLQILPEML 
70 80 90 100 110 120 

I I I I I I 

GAERGDILRK ADSSTNIFNP RGNLRKFQDF SGQDPNILLS HLLARIWKPY KKRETPDCFW 



KYCV 



095399 in FA ST A 
format 



2 of 3 



3/10/03 8:40 AM 



NiccProt View of Swiss-Prot: 095399 



http://us.expasy.org/cgi-bin/niceprot.pl7095399 



View entiv in original Swiss-Prot format 

View entry in raw text format (no links) 

Report form for errors/updates in this Swiss-Prot entn> 



BLAST 



BLAST submission on ExPASy/SIB 
or at jNCBI (USA) 



Sequence analysis tools: ProtParam , ProtScale , Compute 
JjiiS pl/Mw , PeptideMass , PeptideCutter , Dotlet (Java) 




ScanProsite, MotifScan 




Search the SWISS-MODEL Repository 



: t& ExPASv Home pane 


Site Man 


Search ExPASv 


Contact us 


Swiss-Prot 




Hosted bv NCSC USi 


Mirror sites: 


Canada' 


Chinal 


Korea 1 ' 


Fa i wan 


USAl| 

;| 



3 of 3 



3/10/03 8:40 AM 



NiceProt View of Swiss-Prot: P496S4 
i 



http://us.expasy.org/cgi-bin/niceprot.pi7P49684 



ExPASv Home page 


Site Map | Search ExPASv 


Contact us . 


Swiss-Prot 




Hosted by NCSC US 


Mirror sites: Canada 


China 


Korea r 


raiwan 


USA 





Search I Swiss-Prot/TrEMBL 



.□for 



Go; j Clear j 



NiceProt View of Swiss-Prot: 



P49684 | Printer-friendly view ' | Quick BlastP search j 

[ General ! I Name and origin ! I 'References I I Comments l I Cross-references ! I Keywords l [ Features ] I Sequence l I Tools l 

Note: most /tendings are clickable, even if (hey don 7 appear as links. They link to the user manual or other documents . 



Entry name UR2R_RAT 

Primary accession number P49684 

(Secondary accession number P48041 

Entered in Swiss-Prot in Release 33, February 1996 

Sequence was last modified in Release 38, July 1999 

Annotations were last modified in Release 41, February 2003 



Protein name Urotensin II receptor 

Synonyms UR-II-R 

G protein-coupled sensory epithelial neuropeptide-like receptor 

SENR 

Gene name GPR14 

From Rattus norvegicus (Rat) [TaxID: 101 16 ] 

Taxonomy Eukaryota ; Metazoa ; Chordata ; Craniata ; Vertebrata ; Euteleostomi : Mammalia : 

Eutheria ; Rodentia ; Sciurognathi : Muridae ; Murinae ; Rattus . 



[1] SEQUENCE FROM NUCLEIC ACID. 

MEDLTNE=961 15583; PubMed=8666380; [NCBi, ExPASv . EBI, Israel . Japan ] 
1 Marchese A. , HeiberM. . Nguyen T. . HengH.H.O. . Saldivia V.R. . Cheng R. , Murphy P.M. , Tsui L.-C. Shi X. , Gregor 
' L, George S.R.. O'Dowd B.F. . Dochertv J.M. : 

"Cloning and chromosomal mapping of three novel genes, GPR9, GPR10, and GPR14, encoding receptors related to 

interleukin 8, neuropeptide Y, and somatostatin receptors."; 

Genomics 29:335-344(1995) . 

[2] SEQUENCE FROM NUCLEIC ACID. " 
T I SS U E= Circu.m vallate papillae ; 
STRAIN=Sprague-Dawley; 

MEDLINE=95251679; PubMed=7733947; [NCBi, ExPASv . EBI, Israel . Japan ] 

Tal M. . Ammar D.A.. Karpui M. . Krizhanovskv V. . Nairn M. . Thompson D.A. ; 

"A novel putative neuropeptide receptor expressed in neural tissue, including sensory epithelial; 

Biochem. Biophvs. Res. Commun. 209:752-7590 995V 

[3] SEQUENCE FROM NUCLEIC ACID. " 
TISSUE= Urinarv bladder : 
STRAIN=Wistar; 

Suga ! L . Takao K. : 

"Expression of the rat SENR in the urinary bladder tissues."; 
Submitted (MAR- 1998) to the EMBL/GenBank/DDBJ databases. 

[4] SEQUENCE FROM NUCLEIC ACID. 
TlSSUE= Pheochromocytoma : 
Liu H.. . Zou M. . SugaJPL, Takao K. ; 

"The SENR/GPR14 expresses in rat pheochromocytoma PC 12 cells."; 
Submitted (JUL- 1999) to the EMBL/GenBank/DDBJ databases. 
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o FUNCTION: HIGH AFlNiTY RECEPTOR FOR UROTENSFN II. THE ACTIVITY OF THIS RECEPTOR IS 
MEDIATED BY A G-PROTEIN THAT ACTIVATE A PHOSPHATIDYLINOSITOL-CALCIUM SECOND 
MESSENGER SYSTEM (BY SIMILARITY). 

• SUBCELLULAR LOCATION: Integral membrane protein. 

• TISSUE SPECIFICITY: PREFERENTIALLY EXPRESSED IN NEURAL AND SENSORY TISSUES. 

• SIMILARITY: BELONGS TO FAMILY 1 OF G-PROTEIN COUPLED RECEPTORS. 

©m$$& 

This SWISS-PROT entry is copyright. It is produced through a collaboration between the Swiss Institute of Bioinformatics and the EMBLoutstation - the 
European Bioinformatics Institute. There are no restrictions on its use by non-profit institutions as long as its content is in no way modified and this statement 
is not removed. Usage by and for commercial entities requires a license agreement (See http://vvww.isb-sib.ch/ann ounce/ or send an email to 
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Entry name 

Primary accession number 
Secondary accession numbers 
Entered in Swiss-Prot in 
Sequence was last modified in 



UR2RHUMAN 
Q9UKP6 

None 

Release 40, October 2001 
Release 40, October 2001 



.Annotations were last modified in Release 40, October 2001 
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Protein name 
Synonym 
Gene name 

From 

Taxonomy 



Urotensin II receptor 
UR-II-R 

GPR14 

Homo sapiens (Human) [TaxID: 9606] 

Eukaryota ; Metazoa ; Chordata ; Craniata ; Vertebrata ; Euteleostomi ; Mammalia ; 
Eutheria ; Primates ; Catarrhini ; Hominidae ; Homo . 



[1] SEQUENCE FROM NUCLEIC ACID. 

MEDLINE=99427933; PubMed-1 0499587; [NCB1, ExPASy , EBI, Israel , Japan ] 

Ames R.S. , Sarau H.M., Chambers J.K. , Willette R.N. , Aiyar N.V. , Romanic A.M. , Louden C.S. , Foley J.J. , Sauermelch 
C.F. , Coatney R.W. , Ao Z. , Pisa J. , Holmes S.D. , Stadel J.M. , Martin J.D. , Liu W.-S. , Glover G.I. , Wilson S. , McNultv 
DJL Ellis C.E. , ElshourbagyN.A. . Shabon U. , Trill J.J. , Hav D.W.P. , Ohlstein E.H. , Berasma D.J. , Douglas S.A. : 
"Human urotensin-II is a potent vasoconstrictor and agonist for the oiphan receptor GPR14."; 
Nature 401:282-286(1999). 



FUNCTION: HIGH AFINITY RECEPTOR FOR UROTENSIN II. THE ACTIVITY OF THIS RECEPTOR IS 
MEDIATED BY A G-PROTEIN THAT ACTIVATE A PHOSPHATIDYLINOSITOL-CALCIUM SECOND 
MESSENGER SYSTEM. 

SUBCELLULAR LOCATION: Integral membrane protein. 

TISSUE SPECIFICITY: MOST ABUNDANT EXPRESSION IN THE HEART AND PANCREAS. 
SIMILARITY: BELONGS TO FAMILY 1 OF G- PROTEIN COUPLED RECEPTORS. 



This SWISS-PROT entry is copyright. It is produced through a collaboration between the Swiss Institute of Bioinformatics and the EMBL outstation - the 
European Bioinformatics Institute. There are no restrictions on its use by non-profit institutions as long as its content is in no way modified and this statement 
is not removed. Usage by and for commercial entities requires a license agreement (See http://www.ish-sih.ch/announcc/ or send an email to 
liccnsc^isb-sib.ch ). 
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Length: 389 AA Molecular weight: 42130 Da CRC64: 6D6A88DBF78400CE [This is a checksum on the sequence] 
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Note: most headings are clickable, even if they don 7 appear as links. They link to the user ma in t a I or other documents . 



Entry name 

Primary accession number 
Secondary accession numbers 
i Entered in Swiss-Prot in 
Sequence was last modified in 



UR2R_BOVIN 
P49220 

None 

Release 33, February 1996 
! Release 33, February 1996 



Annotations were last modified in ! Release 40, October 2001 



Protein name 
Synonyms 

Gene name 
From 

Taxonomy 



Urotensin II receptor [Fragment] 
UR-II-R 

G protein-coupled sensory epithelial neuropeptide-like receptor 
SENR 

GPR14 

Bos taurus (Bovine) [TaxID: 9913 1 

Eukaryota ; Metazoa ; Chorda ta ; Craniata ; Vertebrata ; Euteleostomi ; Mammalia ; 
Eutheria ; Ce-tartiodactyla ; Ruminantia ; Pecora ; Bovoidea ; Bovidae; Bovinae ; Bos . 



[1] SEQUENCE FROM NUCLEIC ACID. 
TlSSUE= Retina : 

MEDLINE=95251679; PubMed=7733947; [NCBI, ExPASv , EB1, Israel, Japan l 

Tal M. , Ammar D.A. , Karpuj M. , Krizhanovsky V. , Nairn M. , Thompson D.A. ; 

"A novel putative neuropeptide receptor expressed in neural tissue, including sensory epithelia."; 

Biochem. Biophvs. Res. Commun. 209:752-759(1995) . 



• FUNCTION: HIGH AFIN1TY RECEPTOR FOR UROTENSIN II. THE ACTIVITY OF THIS RECEPTOR IS 
MEDIATED BY A G-PROTEIN THAT ACTIVATE A PHOSPHATIDYLINOSITOL-CALCIUM SECOND 
MESSENGER SYSTEM (BY SIMILARITY). 

• SUBCELLULAR LOCATION: Integral membrane protein. 

• TISSUE SPECIFICITY: EXPRESSED IN NEURAL TISSUE, INCLUDING SENSORY EPITHELIA. 

• SIMILARITY: BELONGS TO FAMILY 1 OF G-PROTEIN COUPLED RECEPTORS. 



This SWISS-PROT entry is copyright. It is produced through a collaboration between the Swiss Institute of Bioinformatics and the EMBLoutstation - the 
European Bioinformatics Institute. There are no restrictions on its use by non-profit institutions as long as its content is in no way modified and this statement 
is not removed. Usage by and for commercial entities requires a license agreement (See lmn://www.isb-s ib.cn/announce/ or send an email to 
J icc nscftt>ish-sib.ch ). 
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